to make a few comments and add novel insights on bovine haemotrophic mycoplasma (syn. 21 haemoplasma) infections based on recent results. Furthermore we would hereby like to call 22 on the research community to provide us with "old" isolates of bovine haemotrophic 23
mycoplasmas. 24
Uilenberg`s letter based on the fact that recently various research groups found a novel 25 haemobos" belongs to the "haemofelis" cluster that includes, e.g., the feline 5
Mycoplasma haemofelis, and the canine Mycoplasma haemocanis species; it does not 6 cluster with M. wenyonii, the other bovine haemoplasma species from which the 16 rDNA 7 has yet been sequenced (Tagawa et al., 2008; Hoelzle et al., 2010) . 8
In the letter mentioned the author stated that it is quite possible that the novel bovine 9 haemotrophic mycoplasma is identical with one of the bovine species described earlier. He 10 noted that in the pre-PCR and pre-sequencing era four different haemoplasma species (syn. 11
Eperythrozoon, Haemobartonella) had been described in cattle, i.e. "Haemobartonella bovis" 12 The letter encouraged us to contact the author as well as researchers from other institutes 19 who had worked with these agents earlier on. We aimed at analysing the 16S rDNA of the 20 bovine haemoplasma species previously described, i.e. "E. teganodes", "E. tuomii", and 21 "H. bovis" from the blood of infected animals. We know from literature (Messick, 2004) as 22 well as from our own electron microscopic investigations of M. suis that haemotrophic 23 mycoplasmas are able to adopt several shapes, i.e. spheres, commas, rods, rings, tanged 24 ("frying pan") forms, and multiple forms. Moreover, the morphology of haemotrophic 25 mycoplasmas alters in the course of infection as has been published, e.g. for Mycoplasma 26 ovis (Gulland et al., 1987) . Therefore, only genetic analysis of the 16S rDNA of the 27 uncultivable bacteria "E. teganodes", "H. bovis", and "E. tuomii" could clarify whether any of 28
Page 3 of 4 A c c e p t e d M a n u s c r i p t them are identical with "Candidatus M. haemobos" or whether the latter is a new and distinct 1 species. These analyses, however, can only be done if "old" isolates of "E. teganodes"/"E. 2 tuomii" or "H. bovis" are made available. So far, only the Utrecht Centre for Tick-borne 3 Diseases (UCTD, Prof. Frans Jongejan; Utrecht University, The Netherlands) was able to 4 send us DNA of "E. teganodes" from their stock originating from cattle in the Netherlands. In 5 the case of "E. tuomii" or "H. bovis" no material has been available so far. The sequence 6 analysis of the 16S rDNA of "E. teganodes" revealed 99.8% identity to M. wenyonii 7 (GenBank Acc. No. AF016546), and 81.2% identity to "Candidatus M. haemobos" (GenBank 8
Acc. No. EF460765). 9
Therefore, we arrived at the following preliminary conclusions: (1) Currently, "Candidatus 10 M. haemobos" must be considered a new species and (2) "E. teganodes", or at least the 11 isolate that was made available so far, and M. (E.) wenyonii are genetically consistent yet 12 phenotypically different types of one and the same bacterium, or alternatively two distinct 13 bacteria species with identical 16s rDNA sequences. The 16S rDNA sequence identity may 14 not be sufficient to guarantee species identity (Fox et al., 1992) . Of course, the interpretation 15 of the result of a single isolate is delicate. To further elucidate this issue we herewith urge 16 other institutes to participate in our search for "E. teganodes", "E. tuomii" and "H. bovis" 17
isolates, and to test these in cooperation with us. 18
In this context we would like to put up for discussion whether the new species name 19 "Candidatus M. haemobos" indeed should correctly be changed to "Candidatus M. 
